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<210> 1 

<211> 786 

<212> PRT 

<213> Homo sapiens 

<400> 1 

Met Ala Pro Gly Thr Gly Ser Ser Thr Ala Val Asn Ser Cys Ser Pro 
15 10 15 



Gin Ser Leu Ser Ser Val Leu Gly Ser Gly Phe Gly Glu Leu Ala Pro 
20 25 30 



Pro Lys Met Ala Asn lie Thr Ser Ser Gin lie Leu Asp Gin Leu Lys 
35 40 45 



Ala Pro Ser Leu Gly Gin Phe Thr Thr Thr Pro Ser Thr Gin Gin Asn 
50 "* 55 60 



Ser Thr Ser His Pro Thr Thr Thr Thr Ser Trp Asp Leu Lys Pro Pro 
65 70 75 ~ 80 



Thr Ser Gin Ser Ser Val Leu Ser His Leu Asp Phe Lys Ser Gin Pro 
85 90 95 



Glu Pro Ser Pro Val Leu Ser Gin Leu Ser Gin Arg Gin Gin His Gin 
100 105 110 



Ser Gin Ala Val Thr Val Pro Pro Pro Gly Leu Glu Ser Phe Pro Ser 
115 120 " 125 



Gin Ala Lys Leu Arg Glu Ser Thr Pro Gly Asp Ser Pro Ser Thr Val 
130 " 135 " 140 



Asn Lys Leu Leu Gin Leu Pro Ser Thr Thr lie Glu Asn lie Ser Val 
145 150 155 160 



Ser Val His Gin Pro Gin Pro Lys His lie Lys Leu Ala Lys Arg Arg 
165 170 175 



He Pro Pro Ala Ser Lys He Pro Ala Ser Ala Val Glu Met Pro Gly 
180 185 190 



Ser Ala Asp Val Thr Gly Leu Asn Val Gin Phe Gly Ala Leu Glu Phe 
195 200 205 



Gly Ser Glu Pro Ser Leu Ser Glu Phe Gly Ser Ala Pro Ser Ser Glu 
210 215 220 



Asn Ser Asn Gin He Pro He Ser Leu Tyr Ser Lys Ser Leu Ser Glu 
225 230 235 240 



Pro Leu Asn Thr Ser Leu Ser Met Thr Ser Ala Val Gin Asn Ser Thr 
245 250 255 



Tyr Thr Thr Ser Val He Thr Ser Cys Ser Leu Thr Ser Ser Ser Leu 
260 265 270 



Asn Ser Ala Ser Pro Val Ala Met Ser Ser Ser Tyr Asp Gin Ser Ser 
275 280 285 



Val His Asn Arg He Pro Tyr Gin Ser Pro Val Ser Ser Ser Glu Ser 
290 295 300 



2 



Ala Pro Gly Thr He Met Asn Gly His Gly Gly Gly Arg Ser Gin Gin 
305 310 315 320 



Thr Leu Asp Thr Pro Lys Thr Thr Gly Pro Pro Ser Ala Leu Pro Ser 
325 ' 330 335 



Val Ser Ser Leu Pro Ser Thr Thr Ser Cys Thr Ala Leu Leu Pro Ser 
340 345 350 



Thr Ser Gin His Thr Gly Asp Leu Thr Ser Ser Pro Leu Ser Gin Leu 
355 360 365 



Ser Ser Ser Leu Ser Ser His Gin Ser Ser Leu Ser Ala His Ala Ala 
370 375 380 



Leu Ser Ser Ser Thr Ser His Thr His Ala Ser Val Glu Ser Ala Ser 
385 390 395 400 



Ser His Gin Ser Ser Ala Thr Phe Ser Thr Ala Ala Thr Ser Val Ser 
405 410 415 



Ser Ser Ala Ser Ser Gly Val Ser Leu Ser Ser Ser Met Asn Thr Ala 
420 425 430 



Asn Ser Leu Cys Leu Gly Gly Thr Pro Ala Ser Ala Ser Ser Ser Ser 
4 35 440 44 5 



Ser Arg Ala Ala Pro Leu Val Thr Ser Gly Lys Ala Pro Pro Asn Leu 
450 455 460 



Pro Gin Gly Val Pro Pro Leu Leu His Asn Gin Tyr Leu Val Gly Pro 
465 470 475 480 



Gly Gly Leu Leu Pro Ala Tyr Pro He Tyr Gly Tyr Asp Glu Leu Gin 
4 85 4 90 4 95 



Met Leu Gin Ser Arg Leu Pro Val Asp Tyr Tyr Gly He Pro Phe Ala 
500 505 510 



Ala Pro Thr Ala Leu Ala Ser Arg Asp Arg Ser Leu Ala Asn Asn Pro 
515 520 525 
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Tyr Pro Gly Asp Val Thr Lys Phe Gly Arg Gly Asp Ser Ala Ser Pro 
530 535 540 



Ala Pro Ala Thr Thr Pro Ala Gin Pro Gin Gin Ser Gin Ser Gin Thr 
545 550 555 560 



His His Thr Ala Gin Gin Pro Phe Val Asn Pro Ala Leu Pro Pro Gly 
565 570 575 



Tyr Ser Tyr Thr Gly Leu Pro Tyr Tyr Thr Gly Met Pro Ser Ala Phe 
580 585 590 



Gin Tyr Gly Pro Thr Met Phe Val Pro Pro Ala Ser Ala Lys Gin His 
595 600 605 



Gly Val Asn Leu Ser Thr Pro Thr Pro Pro Phe Gin Gin Ala Ser Gly 
610 615 620 



Tyr Gly Gin His Gly Tyr Ser Thr Gly Tyr Asp Asp Leu Thr Gin Gly 
625 630 635 640 



Thr Ala Ala Gly Asp Tyr Ser Lys Gly Gly Tyr Ala Gly Ser Ser Gin 
645 650 655 



Ala Pro Asn Lys Ser Ala Gly Ser Gly Pro Gly Lys Gly Val Ser Val 
660 665 670 



Ser Ser Ser Thr Thr Gly Leu Pro Asp Met Thr Gly Ser Val Tyr Asn 
675 680 685 



Lys Thr Gin Thr Phe Asp Lys Gin Gly Phe His Ala Gly Thr Pro Pro 
690 ~ 695 700 



Pro Phe Ser Leu Pro Ser Val Leu Gly Ser Thr Gly Pro Leu Ala Ser 
705 710 715 720 



Gly Ala Ala Pro Gly Tyr Ala Pro Pro Pro Phe Leu His lie Leu Pro 
725 730 735 



Ala His Gin Gin Pro His Ser Gin Leu Leu His His His Leu Pro Gin 
740 745 750 
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Asp Ala Gin Ser Gly Ser Gly Gin Arg Ser Gin Pro Ser Ser Leu Gin 
755 760 765 



Pro Lys Ser Gin Ala Ser Lys Pro Ala Tyr Gly Asn Ser Pro Tyr Trp 
770 775 780 



Thr Asn 
785 



<210> 2 

<211> 579 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Leu Ser Gin Glu Glu Gly Val Phe Ala Gin Asp Leu Glu Pro Ala Pro 
15 10 15 



lie Glu Asp Gly lie Val Tyr Pro Glu Pro Ser Asp Asn Pro Thr Met 
20 25 30 



Asp Thr Ser Glu Phe Gin Val Gin Ala Pro Ala Arg Gly Thr Leu Gly 
35 40 45 



Arg Val Tyr Pro Gly Ser Arg Ser Ser Glu Lys His Ser Pro Asp Ser 
50 55 60 



Ala Cys Ser Val Asp Tyr Ser Ser Ser Cys Leu Ser Ser Pro Glu His 
65 70 75 80 



Pro Thr Glu Asp Ser Glu Ser Thr Glu Pro Leu Ser Val Asp Gly ,Ile 
85 . 90 _ .95 



Ser Ser Asp Leu Glu Glu Pro Ala Glu Gly Asp Glu Glu Glu Glu Glu 
100 105 110 



Glu Glu Gly Gly Met Gly Pro Tyr Gly Leu Gin Glu Gly Ser Pro Gin 
115 120 125 



Thr Pro Asp Gin Glu Gin Phe Leu Lys Gin His Phe Glu Thr Leu Ala 
130 135 140 



Ser Gly Ala Ala Pro Gly Ala Pro Val Gin Val Pro Glu Arg Ser Glu 
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145 



150 



155 



160 



Ser Arg Ser lie Ser Ser Arg Phe Leu Leu Gin Val Gin Thr Arg Pro 
165 170 175 



Leu Arg Glu Pro Ser Pro Ser Ser Ser Ser Leu Ala Leu Met Ser Arg 
180 185 190 



Pro Ala Gin Val Pro Gin Ala Ser Gly Glu Gin Pro Arg Gly Asn Gly 
195 200 205 



Ala Asn Pro Pro Gly Ala Pro Pro Glu Val Glu Pro Ser Ser Gly Asn 
210 215 220 



Pro Ser Pro Gin Gin Ala Ala Ser Val Leu Leu Pro Arg Cys Arg Leu 
225 230 235 240 



Asn Pro Asp Ser Ser Trp Ala Pro Lys Arg Val Ala Thr Ala Ser Pro 
245 250 255 



Phe Ser Gly Leu Gin Lys Ala Gin Ser Val His Ser Leu Val Pro Gin 
260 265 270 



Glu Arg His Glu Ala Ser Leu Gin Ala Pro Ser Pro Gly Ala Leu Leu 
275 280 285 



Ser Arg Glu lie Glu Ala Gin Asp Gly Leu Gly Ser Leu Pro Pro Ala 
290 295 300 



Asp Gly Pro Pro Ser Arg Pro His Ser Tyr Gin Asn Pro Thr Thr Ser 
305 310 315 320 



Ser Met Ala Lys lie Ser Arg Ser lie Ser Val Gly Glu Asn Leu Gly 
325 330 335 



Leu Val Ala Glu Pro Gin Ala His Ala Pro lie Arg Val Ser Pro Leu 
340 345 350 



Ser Lys Leu Ala Leu Pro Ser Arg Ala His Leu Val Leu Asp lie Pro 
355 360 365 



Lys Pro Leu Pro Asp Arg Pro Thr Leu Ala Ala Phe Ser Pro Val Thr 
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370 



375 



380 



Lys Gly Arg Ala Pro Gly Glu Ala Glu Lys Pro Gly Phe Pro Val Gly 
385 390 395 400 



Leu Gly Lys Ala His Ser Thr Thr Glu Arg Trp Ala Cys Leu Gly Glu 
405 410 ' 415 



Gly Thr Thr Pro Lys Pro Arg Thr Glu Cys Gin Ala His Pro Gly Pro 
420 425 430 



Ser Ser Pro Cys Ala Gin Gin Leu Pro Val Ser Ser Leu Phe Gin Gly 
435 ~ 440 445 



Pro Glu Asn Leu Gin Pro Pro Pro Pro Glu Lys Thr Pro Asn Pro Met 
450 455 460 



Glu Cys Thr Lys Pro Gly Ala Ala Leu Ser Gin Asp Ser Ala Val Ser 
465 470 475 480 



Leu Glu Gin Cys Glu Gin Leu Val Ala Glu Leu Arg Gly Ser Val Arg 
485 490 495 



Gin Ala Val Arg Leu Tyr His Ser Val Ala Gly Cys Lys Met Pro Ser 
500 505 510 



Ala Glu Gin Ser Arg lie Ala Gin Leu Leu Arg Asp Thr Phe Ser Ser 
515 520 525 



Val Arg Gin Glu Leu Glu Ala Val Ala Gly Ala Val Leu Ser Ser Pro 
530 535 540 



Gly Ser Ser Pro Gly Ala Val Gly Ala Glu Gin Thr Gin Ala Leu Leu 
545 550 555 560 



Glu Gin Tyr Ser Glu Leu Leu Leu Arg Ala Val Glu Arg Arg Met Glu 
565 570 575 



Arg Lys Leu 



<210> 3 
<211> 1217 
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<212> PRT 

<213> Homo sapiens 



<400> 3 

Ser Asn Lys Val Ser Ser Arg Val Thr Ala Val Ser Phe Ser Glu Asp 
15 10 15 



Cys Ser Tyr Phe Val Thr Ala Gly Asn Arg His lie Lys Phe Trp Tyr 
20 25 30 



Leu Asp Asp Ser Lys Thr Ser Lys Val Asn Ala Thr Val Pro Leu Leu 
35 4 0 4 5 



Gly Arg Ser Gly Leu Leu Gly Glu Leu Arg Asn Asn Leu Phe Thr Asp 
50 55 60 



Val Ala Cys Gly Arg Gly Lys Lys Ala Asp Ser Thr Phe Cys He Thr 
65 70 75 80 



Ser Ser Gly Leu Leu Cys Glu Phe Ser Asp Arg Arg Leu Leu Asp Lys 
85 90 95 



Trp Val Glu Leu Arg Val Tyr Pro Glu Val Lys Asp Ser Asn Gin Ala 
100 105 110 



Cys Leu Pro Pro Ser Ser Phe He Thr Cys Ser Ser Asp Asn Thr He 
115 120 125 



Arg Leu Trp Asn Thr Glu Ser Ser Gly Val His Gly Ser Thr Leu His 
130 135 140 



Arg Asn He Leu Ser Ser Asp Leu He Lys He He Tyr Val Asp Gly 
145 150 155 " 160 



Asn Thr Gin Ala Leu Leu Asp Thr Glu Leu Pro Gly Gly Asp Lys Ala 
165 170 175 



Asp Ala Ser Leu Leu Asp Pro Arg Val Gly He Arg Ser Val Cys. Val 
180 185 190 



Ser Pro Asn Gly Gin His Leu Ala Ser Gly Asp Arg Met Gly Thr Leu 
195 200 205 
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Arg Val His Glu Leu Gin Ser Leu Ser Glu Met Leu Lys Val Glu Ala 
210 215 220 



His Asp Ser Glu lie Leu Cys Leu Glu Tyr Ser Lys Pro Asp Thr Gly 
225 230 235 240 



Leu Lys Leu Leu Ala Ser Ala Ser Arg Asp Arg Leu lie His Val Leu 
245 250 255 



Asp Ala Gly Arg Glu Tyr Ser Leu Gin Gin Thr Leu Asp Glu His Ser 
260 265 270 



Ser Ser lie Thr Ala Val Lys Phe Ala Ala Ser Asp Gly Gin Val Arg 
275 280 285 



Met lie Ser Cys Gly Ala Asp Lys Ser lie Tyr Phe Arg Thr Ala Gin 
290 ~ 295 300 



Lys Ser Gly Asp Gly Val Gin Phe Thr Arg Thr His His Val Val Arg 
305 310 315 320 



Lys Thr Thr Leu Tyr Asp Met Asp Val Glu Pro Ser Trp Lys Tyr Thr 
325 330 335 



Ala lie Gly Cys Gin Asp Arg Asn lie Arg lie Phe Asn lie Ser Ser 
^340 " ' 345 350 



Gly Lys Gin Lys Lys Leu Phe Lys Gly Ser Gin Gly Glu Asp Gly Thr 
355 ~ 360 365 



Leu He Lys Val Gin Thr Asp Pro Ser Gly He Tyr He Ala Thr Ser 
370 375 380 



Cys Ser Asp Lys Asn Leu Ser He Phe Asp Phe Ser Ser Gly Glu Cys 
385 390 395 400 



Val Ala Thr Met Phe Gly His Ser Glu He Val Thr Gly Met Lys Phe 
405 410 415 



Ser Asn Asp Cys Lys His Leu He Ser Val Ser Gly Asp Ser Cys He 
420 " 425 430 
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Phe Val Trp Arg Leu Ser Ser Glu Met Thr lie Ser Met Arg Gin Arg 
435 440 445 



Leu Ala Glu Leu Arg Gin Arg Gin Arg Gly Gly Lys Gin Gin Gly Pro 
450 455 460 



Ser Ser Pro Gin Arg Ala Ser Gly Pro Asn Arg His Gin Ala Pro Ser 
465 470 475 480 



Met Leu Ser Pro Gly Pro Ala Leu Ser Ser Asp Ser Asp Lys Glu Gly 
485 490 495 



Glu Asp Glu Gly Thr Glu Glu Glu Leu Pro Ala Leu Pro Val Leu Ala 
500 505 510 



Lys Ser Thr Lys Lys Ala Leu Ala Ser Val Pro Ser Pro Ala Leu Pro 
515 ~ ' 520 525 



Arg Ser Leu Ser His Trp Glu Met Ser Arg Ala Gin Glu Ser Val Gly 
530 ^ 535 540 



Phe Leu Asp Pro Ala Pro Ala Ala Asn Pro Gly Pro Arg Arg Arg Gly 
545 550 555 560 



Arg Trp Val Gin Pro Gly Val Glu Leu Ser Val Arg Ser Met Leu Asp 
565 570 575 



Leu Arg Gin Leu Glu Thr Leu Ala Pro Ser Leu Gin Asp Pro Ser Gin 
580 585 590 



Asp Ser Leu Ala lie lie Pro Ser Gly Pro Arg Lys His Gly Gin Glu 
595 600 ' 605 



Ala Leu Glu Thr Ser Leu Thr Ser Gin Asn Glu Lys Pro Pro Arg Pro 
610 615 620 



Gin Ala Ser Gin Pro Cys Ser Tyr Pro His lie lie Arg Leu Leu Ser 
625 630 635 640 



Gin Glu Glu Gly Val Phe Ala Gin Asp Leu Glu Pro Ala Pro lie Glu 
645 650 655 



Asp Gly lie Val Tyr Pro Glu Pro Ser Asp Asn Pro Thr Met Asp Thr 
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660 



665 



670 



Ser Glu Phe Gin Val Gin Ala Pro Ala Arg Gly Thr Leu Gly Arg Val 
675 680 685 



Tyr Pro Gly Ser Arg Ser Ser Glu Lys His Ser Pro Asp Ser Ala Cys 
690 695 700 



Ser Val Asp Tyr Ser Ser Ser Cys Leu Ser Ser Pro Glu His Pro Thr 
705 710 715 720 



Glu Asp Ser Glu Ser Thr Glu Pro Leu Ser Val Asp Gly lie Ser Ser 
725 730 735 



Asp Leu Glu Glu Pro Ala Glu Gly Asp Glu Glu Glu Glu Glu Glu Glu 
740 745 750 



Gly Gly Met Gly Pro Tyr Gly Leu Gin Glu Gly Ser Pro Gin Thr Pro 
755 760 765 



Asp Gin Glu Gin Phe Leu Lys Gin His Phe Glu Thr Leu Ala Ser Gly 
770 775 780 



Ala Ala Pro Gly Ala Pro Val Gin Val Pro Glu Arg Ser Glu Ser Arg 
785 790 795 800 



Ser lie Ser Ser Arg Phe Leu Leu Gin Val Gin Thr Arg Pro Leu Arg 
805 810 815 



Glu Pro Ser Pro Ser Ser Ser Ser Leu Ala Leu Met Ser Arg Pro Ala 
820 825 830 



Gin Val Pro Gin Ala Ser Gly Glu Gin Pro Arg Gly Asn Gly Ala Asn 
835 • 840 845 



Pro Pro Gly Ala Pro Pro Glu Val Glu Pro Ser Ser Gly Asn Pro Ser 
850 855 860 



Pro Gin Gin Ala Ala Ser Val Leu Leu Pro Arg Cys Arg Leu Asn Pro 
865 870 875 880 



Asp Ser Ser Trp Ala Pro Lys Arg Val Ala Thr Ala Ser Pro Phe Ser 
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885 



890 



895 



Gly Leu Gin Lys Ala Gin Ser Val His Ser Leu Val Pro Gin Glu Arg 
900 905 910 



His Glu Ala Ser Leu Gin Ala Pro Ser Pro Gly Ala Leu Leu Ser Arg 
915 920 925 



Glu lie Glu Ala Gin Asp Gly Leu Gly Ser Leu Pro Pro Ala Asp Gly 
930 935 940 



Pro Pro Ser Arg Pro His Ser Tyr Gin Asn Pro Thr Thr Ser Ser Met 
945 950 955 960 



Ala Lys lie Ser Arg Ser lie Ser Val Gly Glu Asn Leu Gly Leu Val 
965 970 975 



Ala Glu Pro Gin Ala His Ala Pro lie Arg Val Ser Pro Leu Ser Lys 
980 985 990 



Leu Ala Leu Pro Ser Arg Ala His Leu Val Leu Asp lie Pro Lys Pro 
995 1000 1005 



Leu Pro Asp Arg Pro Thr Leu Ala Ala Phe Ser Pro Val Thr Lys 
1010 1015 1020 



Gly Arg Ala Pro Gly Glu Ala Glu Lys Pro Gly Phe Pro Val Gly 
1025 1030 1035 



Leu Gly Lys Ala His Ser Thr Thr Glu Arg Trp Ala Cys Leu Gly 
1040 1045 1050 



Glu Gly Thr Thr Pro Lys Pro Arg Thr Glu Cys Gin Ala His Pro 
1055 1060 1065 



Gly Pro Ser Ser Pro Cys Ala Gin Gin Leu Pro Val Ser Ser Leu 
1070 1075 1080 



Phe Gin Gly Pro Glu Asn Leu Gin Pro Pro Pro Pro Glu Lys Thr 
1085 1090 1095 



Pro Asn Pro Met Glu Cys Thr Lys Pro Gly Ala Ala Leu Ser Gin 
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1100 



1105 



1110 



Asp Ser Ala Val Ser Leu Glu Gin Cys Glu Gin Leu Val Ala Glu 
1115 1120 1125 



Leu Arg Gly Ser Val Arg. Gin Ala Val Arg Leu Tyr His Ser Val 
1130 1135 1140 



Ala Gly Cys Lys Met Pro Ser Ala Glu Gin Ser Arg lie Ala Gin 
1145 * 1150 1155 



Leu Leu Arg Asp Thr Phe Ser Ser Val Arg Gin Glu Leu Glu Ala 
1160 * 1165 1170 



Val Ala Gly Ala Val Leu Ser Ser Pro Gly Ser Ser Pro Gly Ala 
1175 1180 1185 



Val Gly Ala Glu Gin Thr Gin Ala Leu Leu Glu Gin Tyr Ser Glu 
1190 1195 1200 



Leu Leu Leu Arg Ala Val Glu Arg Arg Met Glu Arg Lys Leu 
1205 ^ 1210 " 1215 



<210> 4 

<211> 626 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Ala Asp Gin Arg Met Asp lie Ser Ser Thr lie Ser Asp Phe Met 
15 10 15 



Ser Pro Gly Pro Thr Asp Leu Leu Ser Ser Ser Leu Gly Thr Ser Gly 
20 25 30 



Val Asp Cys Asn Arg Lys Arg Lys Gly Ser Ser Thr Asp Tyr Gin Glu 
35 40 45 



Ser Met Asp Thr Asp Lys Asp Asp Pro His Gly Arg Leu Glu Tyr Thr 
50 ~ * 55 60 



Glu His Gin Gly Arg lie Lys Asn Ala Arg Glu Ala His Ser Gin lie 
65 70 75 80 
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Glu Lys Arg Arg Arg Asp Lys Met Asn Ser Phe lie Asp Glu Leu Ala 
85 90 95 



Ser Leu Val Pro Thr Cys Asn Ala Met Ser Arg Lys Leu Asp Lys Leu 
100 " 105 110 



Thr Val Leu Arg Met Ala Val Gin His Met Lys Thr Leu Arg Gly Ala 
115 120 125 



Thr Asn Pro Tyr Thr Glu Ala Asn Tyr Lys Pro Thr Phe Leu Ser Asp 
130 135 140 



Asp Glu Leu Lys His Leu lie Leu Arg Ala Ala Asp Gly Phe Leu Phe 
145 ~ 150 155 160 



Val Val Gly Cys Asp Arg Gly Lys lie Leu Phe Val Ser Glu Ser Val 
165 170 175 



Phe Lys lie Leu Asn Tyr Ser Gin Asn Asp Leu lie Gly Gin Ser Leu 
180 185 190 



Phe Asp Tyr Leu His Pro Lys Asp lie Ala Lys Val Lys Glu Gin Leu 
195 200 205 



Ser Ser Ser Asp Thr Ala Pro Arg Glu Arg Leu lie Asp Ala Lys Thr 
210 215 220 



Gly Leu Pro Val Lys Thr Asp lie Thr Pro Gly Pro Ser Arg Leu Cys 
225 230 235 240 



Ser Gly Ala Arg Arg Ser Phe Phe Cys Arg Met Lys Cys Asn Arg Pro 
245 250 255 



Ser Val Lys Val Glu Asp Lys Asp Phe Pro Ser Thr Cys Ser Lys Lys 
260 265 270 



Lys Ala Asp Arg Lys Ser Phe Cys Thr lie His Ser Thr Gly Tyr Leu 
275 280 285 



Lys Ser Trp Pro Pro Thr Lys Met Gly Leu Asp Glu Asp Asn Glu Pro 
290 295 300 
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Asp Asn Glu Gly Cys Asn Leu Ser Cys Leu Val Ala lie Gly Arg Leu 
305 310 315 ~ 320 



His Ser His Val Val Pro Gin Pro Val Asn Gly Glu He Arg Val Lys 
325 330 335 



Ser Met Glu Tyr Val Ser Arg His Ala He Asp Gly Lys Phe Val Phe 
340 345 " 350 



Val Asp Gin Arg Ala Thr Ala He Leu Ala Tyr Leu Pro Gin Glu Leu 
355 360 365 



Leu Gly Thr Ser Cys Tyr Glu Tyr Phe His Gin Asp Asp He Gly His 
370 375 380 



Leu Ala Glu Cys His Arg Gin Val Leu Gin Thr Arg Glu Lys He Thr 
385 390 395 400 



Thr Asn Cys Tyr Lys Phe Lys He Lys Asp Gly Ser Phe He Thr Leu 
405 410 415 



Arg Ser Arg Trp Phe Ser Phe Met Asn Pro Trp Thr Lys Glu Val Glu 
420 425 430 



Tyr He Val Ser Thr Asn Thr Val Val Leu Ala Asn Val Leu Glu Gly 
435 440 445 



Gly Asp Pro Thr Phe Pro Gin Leu Thr Ala Ser Pro His Ser Met Asp 
450 455 460 



Ser Met Leu Pro Ser -Gly Glu Gly Gly- Pro- Lys- Arg Thr His Pro Thr 
465 470 475 480 



Val Pro Gly He Pro Gly Gly Thr Arg Ala Gly Ala Gly Lys He Gly 
485 490 495 



Arg Met lie Ala Glu Glu He Met Glu He His Arg He Arg Gly Ser 
500 505 510 



Ser Pro Ser Ser Cys Gly Ser Ser Pro Leu Asn He Thr Ser Thr Pro 
515 520 525 
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Pro Pro Asp Ala Ser Ser Pro Gly Gly Lys Lys lie Leu Asn Gly Gly 
530 535 ^ ^ ' 540 



Thr Pro Asp lie Pro Ser Ser Gly Leu Leu Ser Gly Gin Ala Gin Glu 
545 550 ' 555 560 



Asn Pro Gly Tyr Pro Tyr Ser Asp Ser Ser Ser lie Leu Gly Glu Asn 
565 570 575 



Pro His lie Gly lie Asp Met lie Asp Asn Asp Gin Gly Ser Ser Ser 
580 585 590 



Pro Ser Asn Asp Glu Ala Ala Met Ala Val lie Met Ser Leu Leu Glu 
595 600 605 



Ala Asp Ala Gly Leu Gly Gly Pro Val Asp Phe Ser Asp Leu Pro Trp 
610 ~ ^ 615 620 



Pro Leu 
625 



<210> 5 

<211> 726 

<212> PRT 

<213> Homo sapiens 



<400> 5 

Met Glu Asp Arg Leu His Met Asp Asn Gly Leu Val Pro Gin Lys lie 
15 10 15 



Val Ser Val His Leu Gin Asp Ser Thr Leu Lys Glu Val Lys Asp Gin 
20 25 30 



Val Ser Asn Lys Gin Ala Gin lie Leu Glu Pro Lys Pro Glu Pro Ser 
35 40 45 



Leu Glu lie Lys Pro Glu Gin Asp Gly Met Glu His Val Gly Arg Asp 
50 ^ 55 60 



Asp Pro Lys Ala Leu Gly Glu Glu Pro Lys Gin Arg Arg Gly Ser Ala 
65 70 75 80 
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Ser Gly Ser Glu Pro Ala Gly Asp Ser Asp Arg Gly Gly Gly Pro Val 
85 90 95 



Glu His Tyr His Leu His Leu Ser Ser Cys His Glu Cys Leu Glu Leu 
100 105 110 



Glu Asn Ser Thr lie Glu Ser Val Lys Phe Ala Ser Ala Glu Asn lie 
115 120 125 



Pro Asp Leu Pro Tyr Asp Tyr Ser Ser Ser Leu Glu Ser Val Ala Asp 
130 135 140 



Glu Thr Ser Pro Glu Arg Glu Gly Arg Arg Val Asn Leu Thr Gly Lys 
145 150 155 160 



Ala Pro Asn lie Leu Leu Tyr Val Gly Ser Asp Ser Gin Glu Ala Leu 
165 170 175 



Gly Arg Phe His Glu Val Arg Ser Val Leu Ala Asp Cys Val Asp lie 
180 185 190 



Asp Ser Tyr lie Leu Tyr His Leu Leu Glu Asp Ser Ala Leu Arg Asp 
195 1 200 205 



Pro Trp Thr Asp Asn Cys Leu Leu Leu Val lie Ala Thr Arg Glu Ser 
210 215 220 



lie Pro Glu Asp Leu Tyr Gin Lys Phe Met Ala Tyr Leu Ser Gin Gly 
225 230 235 240 



Gly Lys Val Leu Gly Leu Ser Ser Ser Phe Thr Phe Gly Gly Phe Gin 
245 250 255 



Val Thr Ser Lys Gly Ala Leu His Lys Thr Val Gin Asn Leu Val Phe 
260 265 270 



Ser Lys Ala Asp Gin Ser Glu Val Lys Leu Ser Val Leu Ser Ser Gly 
275 280 285 



Cys Arg Tyr Gin Glu Gly Pro Val Arg Leu Ser Pro Gly Arg Leu Gin 
290 295 300 



Gly His Leu Glu Asn Glu Asp Lys Asp Arg Met lie Val His Val Pro 
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305 



310 



315 



320 



Phe Gly Thr Arg Gly Gly Glu Ala Val Leu Cys Gin Val His Leu Glu 
325 330 335 



Leu Pro Pro Ser Ser Asn lie Val Gin Thr Pro Glu Asp Phe Asn Leu 
340 345 350 



Leu Lys Ser Ser Asn Phe Arg Arg Tyr Glu Val Leu Arg Glu lie Leu 
355 360 365 



Thr Thr Leu Gly Leu Ser Cys Asp Met Lys Gin Val Pro Ala Leu Thr 
370 375 380 



Pro Leu Tyr Leu Leu Ser Ala Ala Glu Glu lie Arg Asp Pro Leu Met 
385 ' 390 395 400 



Gin Trp Leu Gly Lys His Val Asp Ser Glu Gly Glu lie Lys Ser Gly 
405 410 415 



Gin Leu Ser Leu Arg Phe Val Ser Ser Tyr Val Ser Glu Val Glu lie 
420 425 430 



Thr Pro Ser Cys lie Pro Val Val Thr Asn Met Glu Ala Phe Ser Ser 
435 440 445 



Glu His Phe Asn Leu Glu lie Tyr Arg Gin Asn Leu Gin Thr Lys Gin 
450 455 460 



Leu Gly Lys Val lie Leu Phe Ala Glu Val Thr Pro Thr Thr Met Arg 
465 470 475 480 



Leu Leu Asp Gly Leu Met Phe Gin Thr Pro Gin Glu Met Gly Leu lie 
485 4 90 ' 495 



Val lie Ala Ala Arg Gin Thr Glu Gly Lys Gly Arg Gly Gly Asn Val 
500 505 ' 510 



Trp Leu Ser Pro Val Gly Cys Ala Leu Ser Thr Leu Leu lie Ser lie 
515 520 525 



Pro Leu Arg Ser Gin Leu Gly Gin Arg lie Pro Phe Val Gin His Leu 
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530 535 540 



Met Ser Val Ala Val Val Glu Ala Val Arg Ser He Pro Glu Tyr Gin 
545 550 555 560 



Asp He Asn Leu Arg Val Lys Trp Pro Asn Asp He Tyr Tyr Ser Asp 
565 ^ 570 575 



Leu Met Lys He Gly Gly Val Leu Val Asn Ser Thr Leu Met Gly Glu 
580 585 590 



Thr Phe Tyr He Leu He Gly Cys Gly Phe Asn Val Thr Asn Ser Asn 
595 600 605 



Pro Thr He Cys He Asn Asp Leu lie Thr Glu Tyr Asn Lys Gin His 
610 615 620 



Lys Ala Glu Leu Lys Pro Leu Arg Ala Asp Tyr Leu He Ala Arg Val 
625 630 635 640 



Val Thr Val Leu Glu Lys Leu He Lys Glu Phe Gin Asp Lys Gly Pro 
645 650 655 



Asn Ser Val Leu Pro Leu Tyr Tyr Arg Tyr Trp Val His Ser Gly Gin 
660 665 670 



Gin Val His Leu Gly Ser Ala Glu Gly Pro Lys Val Ser He Val Gly 
675 680 685 



Leu Asp Asp Ser Gly Phe Leu Gin Val His Gin Glu Gly Gly Glu Val 
690 ^ " 695 700 



Val Thr Val His Pro Asp Gly Asn Ser Phe Asp Met Leu Arg Asn Leu 
705 710 715 720 



He Leu Pro Lys Arg Arg 
725 



<210> 6 

<211> 757 

<212> PRT 

<213> Homo sapiens 

<400> 6 
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Leu Ala Pro Pro Lys Met Ala Asn lie Thr Ser Ser Gin lie Leu Asp 
15 10 15 



Gin Leu Lys Ala Pro Ser Leu Gly Gin Phe Thr Thr Thr Pro Ser Thr 
20 25 30 



Gin Gin Asn Ser Thr Ser His Pro Thr Thr Thr Thr Ser Trp Asp Leu 
35 40 45 



Lys Pro Pro Thr Ser Gin Ser Ser Val Leu Ser His Leu Asp Phe Lys 
50 55 60 



Ser Gin Pro Glu Pro Ser Pro Val Leu Ser Gin Leu Ser Gin Arg Gin 
65 70 75 80 



Gin His Gin Ser Gin Ala Val Thr Val Pro Pro Pro Gly Leu Glu Ser 
85 90 95 



Phe Pro Ser Gin Ala Lys Leu Arg Glu Ser Thr Pro Gly Asp Ser Pro 
100 105 110 



Ser Thr Val Asn Lys Leu Leu Gin Leu Pro Ser Thr Thr lie Glu Asn 
115 120 125 



lie Ser Val Ser Val His Gin Pro Gin Pro Lys His lie Lys Leu Ala 
130 135 140 



Lys Arg Arg lie Pro Pro Ala Ser Lys lie Pro Ala Ser Ala Val Glu 
145 150 155 160 



Met Pro Gly Ser Ala Asp Val Thr Gly Leu Asn Val Gin Phe Gly Ala 
165 170 175 



Leu Glu Phe Gly Ser Glu Pro Ser Leu Ser Glu Phe Gly Ser Ala Pro 
180 185 190 



Ser Ser Glu Asn Ser Asn Gin lie Pro lie Ser Leu Tyr Ser Lys Ser 
195 200 205 



Leu Ser Glu Pro Leu Asn Thr Ser Leu Ser Met Thr Ser Ala Val Gin 
210 215 220 
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Asn Ser Thr Tyr Thr Thr Ser Val lie Thr Ser Cys Ser Leu Thr Ser 
225 230 235 240 



Ser Ser Leu Asn Ser Ala Ser Pro Val Ala Met Ser Ser Ser Tyr Asp 
245 250 255 



Gin Ser Ser Val His Asn Arg lie Pro Tyr Gin Ser Pro Val Ser Ser 
260 ' 265 270 



Ser Glu Ser Ala Pro Gly Thr lie Met Asn Gly His Gly Gly Gly Arg 
275 280 285 



Ser Gin Gin Thr Leu Asp Thr Pro Lys Thr Thr Gly Pro Pro Ser Ala 
290 295 300 



Leu Pro Ser Val Ser Ser Leu Pro Ser Thr Thr Ser Cys Thr Ala Leu 
305 310 315 320 



Leu Pro Ser Thr Ser Gin His Thr Gly Asp Leu Thr Ser Ser Pro Leu 
325 ~ 330 335 



Ser Gin Leu Ser Ser Ser Leu Ser Ser His Gin Ser Ser Leu Ser Ala 
340 345 350 



His Ala Ala Leu Ser Ser Ser Thr Ser His Thr His Ala Ser Val Glu 
355 360 365 



Ser Ala Ser Ser His Gin Ser Ser Ala Thr Phe Ser Thr Ala Ala Thr 
370 375 380 



Ser Val Ser Ser Ser Ala Ser Ser Gly Val Ser Leu Ser Ser Ser Met 
385 390 395 400 



Asn Thr Ala Asn Ser Leu Cys Leu Gly Gly Thr Pro Ala Ser Ala Ser 
405 410 415 



Ser Ser Ser Ser Arg Ala Ala Pro Leu Val Thr Ser Gly Lys Ala Pro 
420 425 430 



Pro Asn Leu Pro Gin Gly Val Pro Pro Leu Leu His Asn Gin Tyr Leu 
435 440 445 
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Val Gly Pro Gly Gly Leu Leu Pro Ala Tyr Pro lie Tyr Gly Tyr Asp 
450 455 460 



Glu Leu Gin Met Leu Gin Ser Arg Leu Pro Val Asp Tyr Tyr Gly He 
465 470 475 480 



Pro Phe Ala Ala Pro Thr Ala Leu Ala Ser Arg Asp Gly Ser Leu Ala 
485 490 495 



Asn Asn Pro Tyr .Pro Gly Asp Val Thr Lys Phe Gly Arg Gly Asp Ser 
500 505 510 



Ala Ser Pro Ala Pro Ala Thr Thr Pro Ala Gin Pro Gin Gin Ser Gin 
515 520 525 



Ser Gin Thr His His Thr Ala Gin Gin Pro Phe Val Asn Pro Ala Leu 
530 535 540 



Pro Pro Gly Tyr Ser Tyr Thr Gly Leu Pro Tyr Tyr Thr Gly Met Pro 
545 550 555 560 



Ser Ala Phe Gin Tyr Gly Pro Thr Met Phe Val Pro Pro Ala Ser Ala 
565 570 575 



Lys Gin His Gly Val Asn Leu Ser Thr Pro Thr Pro Pro Phe Gin Gin 
580 585 590 



Ala Ser Gly Tyr Gly Gin His Gly Tyr Ser Thr Gly Tyr Asp Asp Leu 
595 600 605 



Thr Gin Gly Thr Ala Ala Gly Asp Tyr Ser Lys Gly Gly Tyr Ala Gly 
610 615 620 



Ser Ser Gin Ala Pro Asn Lys Ser Ala Gly Ser Gly Pro Gly Lys Gly 
625 630 635 640 



Val Ser Val Ser Ser Ser Thr Thr Gly Leu Pro Asp Met Thr Gly Ser 
645 650 655 



Val Tyr Asn Lys Thr Gin Thr Phe Asp Lys Gin Gly Phe His Ala Gly 
660 665 670 
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Thr Pro Pro Pro Phe Ser Leu Pro Ser Val Leu Gly Ser Thr Gly Pro 
675 680 685 

Leu Ala Ser Gly Ala Ala Pro Gly Tyr Ala Pro Pro Pro 'Phe Leu His 
690 695 700 

lie Leu Pro Ala His Gin Gin Pro His Ser Gin Leu Leu His His His 
705 710 715 720 

Leu Pro Gin Asp Ala Gin Ser Gly Ser Gly Gin Arg Ser Gin Pro Ser 
725 730 735 

Ser Leu Gin Pro Lys Ser Gin Ala Ser Lys Pro Ala Tyr Gly Asn Ser 



Pro Tyr Trp Thr Asn 
755 
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<212> DNA 
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<400> 7 

atggcaccag ggactggcag ctccactgcc gtcaactcct gttctcctca gagcctgtca 60 

tccgtccttg gctcaggatt tggagagctt gcaccaccaa aaatggcaaa catcaccagc 120 

tcccagattt tggaccagtt gaaagctccg agtttgggcc agtttaccac caccccaagt 180 

acacagcaga atagtacaag tcaccctaca actactactt cttgggacct caagccccca 240 

acatcccagt cctcagtcct cagtcatctt gacttcaaat ctcaacctga gccatcccca 300 

gttcttagcc agttgagcca gcgacaacag caccagagcc aggcagtcac tgttcctcct 360 

cctggtttgg agtcctttcc ttcccaggca aaacttcgag aatcaacacc tggagacagt 420 

ccctccactg tgaacaagct tttgcagctt cccagcacga ccattgaaaa tatctctgtg 480 

tctgtccacc agccacagcc caaacacatc aaacttgcta agcggcggat acccccagct 540 

tctaagatcc cagcttctgc agtggaaatg cctggttcag cagatgtcac aggattaaat 600 

gtgcagtttg gggctctgga atttgggtca gaaccttctc tctctgaatt tggatcagct 660 

ccaagcagtg aaaatagtaa tcagattccc atcagcttgt attcgaagtc tttaagtgag 720 

cctttgaata catctttatc aatgaccagt gcagtacaga actccacata tacaacttcc 780 

gtcattacct cctgcagtct gacaagctca tcactgaatt ctgctagtcc agtagcaatg 840 
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tcttcctctt 


atgaccagag 


ttctgtgcat 


aacaggatcc 


cataccaaag 


ccctgtgagt 


900 


tcatcagagt 


cagctccagg 


aaccatcatg 


aatggacatg 


gtggtggtcg 


aagtcagcag 


960 


acactagaca 


ctccaaagac 


aacaggccct 


ccctctgccc 


tcccgtctgt 


gagctccctg 


1020 




ppf opf 










1080 


actagcagcc 


ctctctctca 


gcttagcagt 


tcgctctcca 


gccaccagag 


cagcctctct 


1140 


gcacatgcag 


ccctctcctc 


gagcacgtca 


cacacacatg 


ccagtgtgga 


gagcgcctct 


1200 


tcccaccagt 


cctcagccac 


cttctccacg 


gcagcgacct 


ccgtctcaag 


ttccgcatcc 


1260 


tcaggcgtca 


gcctgtccag 


tagcatgaac 


accgcgaaca 


gcctctgtct 


gggtgggacc 


1320 


cccgcgagtg 


catccagcag 


cagtagcagg 


gccgcgccct 


tggtgacctc 


aggcaaagca 


1380 


cccccaaact 


tacctcaggg 


ggtgcctccc 


ctgctgcaca 


accagtacct 


cgtaggtccc 


1440 


ggaggactgc 


ttcctgccta 


cccgatctat 


ggctatgacg 


agctccagat 


gctgcagtca 


1500 


cggctgccag 


tggactacta 


tggaattccc 


tttgctgcac 


ccacagcgct 


tgccagccga 


1560 


gatgggagcc 


tagctaataa 


tccatatcca 


ggtgatgtca 


caaagtttgg 


ccgtggggac 


1620 


tctgcatccc 


ctgcacccgc 


taccacacca 


gctcagccac 


agcagagcca 


atcacagacc 


1680 


caccacacag 


cccagcagcc 


cttcgtgaat 


cctgcactgc 


cacctggcta 


tagctacact 


1740 


ggtcttccct 


actacacagg 


catgcccagt 


gccttccagt 


atggccccac 


catgtttgtc 


1800 


cctccagcct 


cagccaagca 


acatggggtg 


aacctcagca 


ctcccacacc 


tcccttccag 


1860 


caggccagtg 


gttatggcca 


gcacggctac 


agtacaggtt 


atgacgacct 


gacccagggg 


1920 


acagcagcag 


gagactactc 


caaaggtggc 


tatgctggat 


catcgcaggc 


accaaacaag 


1980 


tctgcaggtt 


ctgggcctgg 


caaaggagta 


tcagtgtctt 


caagcaccac 


tggtctacct 


2040 


gatatgactg 


gttctgtcta 


caataagaca 


cagacttttg 


acaagcaggg 


atttcatgca 


2100 


gggacgcctc 


cacctttcag 


cctgccctcg 


gtcttgggct 


ccactgggcc 


cctggcctcg 


2160 


ggagcggccc 


ctggctatgc 


acccccacca 


ttcctacaca 


tcttgccagc 


ccaccagcag 


2220 


ccccactcac 


agctgctgca 


ccaccacctt 


ccgcaggatg 


cacagagtgg 


ctcgggtcag 


2280 


cgcagccagc 


ccagctccct 


gcagcccaag 


tctcaagcct 


ccaaacctgc 


ctacggcaac 


2340 


tctccatact 


ggacaaacta 


aacccagaag 


agaggggtgg 


gctggggcaa 


ggcttatcct 


2400 


gggcaggaga 


gaacacacga 


gcacgtattt 


gggagcccag 


tgccctttcc 


tagaattccc 


2460 


gacatgtgtc 


agccatgcct 


ctgtggggag 


tctgcctccc 


agactggcta 


ctgtatgtaa 


2520 
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tgtatttatg 


tatgtatttg 


taaatgtgat 


agaagtctgg 


gggggagttg 


ggggatggcg 


2580 


gcagatgtta 


gccaggtctg 


ccctccccat 


tcaagcccct 


tctccactgt 


agcaaaataa 


2640 


gcacccccac 


cccatctgcc 


ttcaggtctt 


cttcacagcc 


tgcactgccc 


agtgggccac 


2700 


taggggcagt 


ctctggaagg 


gctggttcaa 


ggctgtttgg 


gtataggggt 


caggtaccaa 


2760 


tgaagaatca 


cgacttgtct 


cactcctttg 


gaaattgttt 


tctttcctgt 


gtaattactt 


2820 


catacctctg 


tttttgagaa 


actgttccgt 


ttgtcatctg 


tcatggtctc 


cttccaccaa 


2880 


atcttcatct 


gggaatagca 


gcggtatccc 


tccacccaag 


tatggccacc 


tgtttgtctt 


2940 


catatagaac 


aggggcttct 


ggtctggtca 


tgtccctaga 


gacttactag 


agactggctg 


3000 
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ctccaacaag 


gtgtccagtc 


gggtgacagc 


agtgtccttc 


tctgaggatt 


gcagctactt 


60 


tgtcactgca 


ggcaaccgac 


acatcaaatt 


ctggtatctc 


gatgacagca 


agacctcaaa 


120 


ggtgaatgcc 


actgtgccct 


tgctgggccg 


ctcagggctg 


ctgggagagc 


tacggaacaa 


180 


cctattcact 


gatgtggcct 


gtggcagagg 


aaaaaaggcg 


gacagtacct 


tctgcatcac 


240 


gtcctcaggg 


ctgctgtgcg 


agttcagtga 


tcgaaggctt 


ttggacaagt 


gggtggagct 


300 


gagggtctac 


cccgaggtga 


aggatagtaa 


ccaggcctgc 


ctgcccccca 


gttcctttat 


360 


tacctgctcc 


tcagacaaca 


ccatccgcct 


gtggaacaca 


gagagctccg 


gggtgcatgg 


420 


ctccaccctc 


caccgaaaca 


tcctcagcag 


tgacctcatt 


aaaatcatct 


atgtggatgg 


480 


gaacacccag 


gccctgctgg 


acacagagct 


gcctggagga 


gacaaagctg 


atgcatccct 


540 


gttggatccc 


cgcgtgggca 


tccgctcggt 


gtgtgtcagc 


cccaatggac 


agcatctagc 


600 


atcaggggac 


cgtatgggca 


cacttagggt 


gcacgaactt 


cagtccctga 


gtgagatgct 


660 


gaaggtggag 


gcccatgact 


ctgagattct 


gtgcctggag 


tattctaagc 


cagacacagg 


720 


tctgaaactg 


ctagcatcgg 


cgagccggga 


ccggctgatc 


catgtgctgg 


atgccgggcg 


780 


ggagtacagc 


ctacagcaga 


cgctggacga 


acactcatcc 


tccatcactg 


ctgtcaagtt 


840 


tgcagccagt 


gatgggcaag 


tccgcatgat 


cagctgtgga 


gcagacaaga 


gcatctactt 


900 


ccgcactgcg 


cagaagtctg 


gagatggagt 


gcagttcaca 


cggacacacc 


acgtggtgcg 


960 
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gaagacgacc 


ctctatgaca 


tggatgtgga 


gcccagctgg 


aagtacacgg 


ctatcggctg 


1020 


ccaggaccga 


aatattcgga 


tatttaacat 


cagcagtgga 


aagcagaaga 


agctgtttaa 


1080 


agggtcacag 


ggtgaggacg 


gcacactcat 


taaggtgcag 


acagacccct 


cagggatcta 


1140 


cattgccacc 


agctgttctg 


acaagaatct 


ctccattttt 


gacttctcct 


caggcgagtg 


1200 


cgtggccacc 


atgtttggcc 


actcagagat 


tgtcactggc 


atgaaattta 


gtaatgattg 


1260 


taaacatctc 


atctctgtgt 


ctggggacag 


ctgcatattt 


gtgtggcgcc 


tgagctctga 


1320 


gatgaccatc 


agcatgaggc 


agcgtctggc 


cgagttgcgc 


cagcgtcagc 


ggggcggcaa 


1380 


gcagcaagga 


ccatcctctc 


cccaaagggc 


ttctggaccc 


aaccggcacc 


aggccccatc 


1440 


aatgctgtct 


cctggaccgg 


ctctctcatc 


agacagtgac 


aaggagggag 


aagatgaggg 


1500 


gactgaagaa 


gaacttccag 


cactgcccgt 


ccttgccaag 


agtaccaaga 


aggcactggc 


1560 


ctcggtcccc 


agcccagctt 


tgccccgaag 


cctgtcccac 


tgggagatga 


gtcgggcaca 


1620 


ggagtccgtg 


gggttcctgg 


acccagctcc 


tgcagccaac 


ccaggaccca 


gaagaagagg 


1680 


gcgctgggtt 


cagccaggtg 


tggaactgag 


cgttagatcc 


atgctggatc 


tgcggcagct 


1740 


ggaaacactg 


gccccaagcc 


tgcaggaccc 


tagccaggac 


tcgctggcca 


tcatcccatc 


1800 


tggtcccagg 


aagcatgggc 


aggaggccct 


tgagacttca 


ctcactagcc 


agaatgaaaa 


1860 


gccccctcgg 


cctcaggctt 


cccaaccttg 


ttcctatccc 


catattatcc 


gattattgtc 


1920 


acaagaggaa 


ggggtctttg 


cccaagatct 


ggaacctgca 


cccattgaag 


atggtattgt 


1980 


ctacccggag 


ccgagtgaca 


accccaccat 


ggataccagt 


gagttccaag 


tgcaggctcc 


2040 


agcccgggga 


actctgggaa 


gagtgtaccc 


aggcagcagg 


agctcagaaa 


agcacagccc 


2100 


tgacagtgcc 


tgctctgtgg 


attacagcag 


cagctgcctt 


tccagcccgg 


agcaccccac 


2160 


tgaagactct 


gagagcacgg 


agcccctcag 


tgtggatggc 


atctcctcag 


accttgaaga 


2220 


gccagctgag 


ggtgatgaag 


aagaggaaga 


agaggaggga 


ggcatgggcc 


cctatgggct 


2280 


acaggagggc 


agcccccaga 


ctccagacca 


ggagcagttt 


ctaaaacagc 


actttgagac 


2340 


tctggccagt 


ggagctgctc 


caggggcccc 


agtgcaggtc 


ccagagaggt 


cagagtctcg 


2400 


gagtatctct 


tcacgattcc 


tgttgcaagt 


acagacccgc 


ccactcaggg 


aaccatcccc 


2460 


atcctcctca 


agcctggcac 


tgatgtcgag 


accagcccag 


gtgccacagg 


catctggtga 


2520 


gcagccgaga 


ggcaatggtg 


ccaatccccc 


tggagcaccc 


ccggaggtgg 


aaccgtcctc 


2580 


tggcaacccc 


agcccccagc 


aggcagcctc 


tgtgctgttg 


ccacgatgcc 


gtctcaaccc 


2640 



tgacagcagc 


tgggctccca 


agagagtggc 


cacagccagc 


cccttttctg 


gactccagaa 


2700 


ggcccagtct 


gtgcacagtc 


tggtgccaca 


ggaaagacat 


gaggccagtc 


tgcaggcccc 


2760 


ttcaccaggc 


gcactgctgt 


ctcgggagat 


cgaagctcag 


gatggtctgg 


gctccctgcc 


2820 


cccagctgat 


ggccctccgt 


ctcggcctca 


ctcctatcag 


aaccccacca 


ccagttccat 


2880 


ggccaagata 


tcccgcagta 


tctctgttgg 


ggagaacctg 


ggcctggtgg 


ctgaacctca 


2940 


agctcatgcc 


cccatccgag 


tctcaccact 


cagcaagctg 


gccctgccca 


gccgggctca 


3000 


cctggtcctg 


gacatcccca 


aaccactgcc 


tgaccgtcct 


accctggctg 


cattctctcc 


3060 


tgtcaccaaa 


ggccgggccc 


ctggcgaggc 


agaaaagcct 


ggcttcccgg 


tgggcctagg 


3120 


aaaagctcac 


agtacaactg 


agagatgggc 


ctgtttgggg 


gagggcacca 


ctcccaagcc 


3180 


taggacagag 


tgccaggctc 


atcctgggcc 


cagcagcccc 


tgtgcccagc 


aactgccagt 


3240 


cagcagcctc 


ttccaaggcc 


ctgaaaactt 


gcagccccca 


ccccctgaga 


agactcccaa 


3300 


ccccatggaa 


tgcaccaagc 


caggggcagc 


cctgagccag 


gactcagcgg 


tgagcctgga 


3360 


gcagtgtgag 


cagctggtgg 


cagagctccg 


cggcagcgtg 


cgccaggcag 


tgcggctcta 


3420 


ccactcggtg 


gctggctgca 


agatgccctc 


agcagagcaa 


agtcggattg 


cccagctcct 


3480 


cagagacacc 


tt ct ct t cag 


tgcgacagga 


gcLggaagcr 


gtggctgggg 
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cagcccaggc 


agcagccctg 


gggctgtggg 


agccgagcag 


acacaggccc 


tgctggagca 


3600 


atactcagaa 


ctgttgcttc 


gagccgtgga 


acggcgtatg 


gaacgcaaac 


tctga 


3655 
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atggcagacc 


agagaatgga 


catttcttca 


accatcagtg 


atttcatgtc 


cccgggcccc 


60 


accgacctgc t'ttccagctc 


tcttggtacc 


agtggtgtgg 


attgcaaccg 


caaacggaaa 


120 


ggcagctcca 


ctgactacca 


agaaagcatg 


gacacagaca 


aagatgaccc 


tcatggaagg 


180 


ttagaatata 


cagaacacca 


aggaaggata 


aaaaatgcaa 


gggaagctca 


cagtcagatt 


240 


gaaaagcggc 


gtcgggataa 


ddLCjadtdy L 
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acatgcaacg 


caatgtccag 


gaaattagat 


aaact'tactg 


tgctaaggat 


ggctgttcag 


360 


cacatgaaaa 


cattaagagg 


tgccaccaat 


ccatacacag 


aagcaaacta 


caaaccaact 


420 


tttctatcag 


acgatgaatt 


gaaacacctc 


attctcaggg 


cagcagatgg 


atttttgttt 


480 



gtcgtaggat 


gtgaccgagg 


gaagatactc 


tttgtctcag 


agtctgtctt 


caagatcctc 


540 


aactacagcc 


agaatgatct 


gattggtcag 


agtttgtttg 


actacctgca 


tcctaaagat 


600 


attgccaaag 


tcaaggagca 


gctctcctcc 


tctgacaccg 


caccccggga 


gcggctcata 


660 


gatgcaaaaa 


ctggacttcc 


agttaaaaca 


gatataaccc 


ctgggccatc 


tcgattatgt 


720 


tctggagcac 


gacgttcttt 


cttctgtagg 


atgaagtgta 


acaggccttc 


agtaaaggtt 


780 


gaagacaagg 


acttcccctc 


tacctgctca 


aagaaaaaag 


cagatcgaaa 


aagcttctgc 


840 


acaatccaca 


gcacaggcta 


tttgaaaagc 


tggccaccca 


caaagatggg 


gctggatgaa 


900 


gacaacgaac 


cagacaatga 


ggggtgtaac 


ctcagctgcc 


tcgtcgcaat 


tggacgactg 


960 


cattctcatg 


tagttccaca 


accagtgaac 


ggggaaatca 


gggtgaaatc 


tatggaatat 


1020 


gtttctcggc 


acgcgataga 


tggaaagttt 


gtttttgtag 


accagagggc 


aacagctatt 


1080 


ttggcatatt 


taccacaaga 


acttctaggc 


acatcgtgtt 


atgaatattt 


tcaccaagat 


1140 


gacataggac 


atcttgcaga 


atgtcatagg 


caagttttac 


agacgagaga 


aaaaattaca 


1200 


actaattgct 


ataaatttaa 


aatcaaagat 


ggttctttta 


tcacactacg 


gagtcgatgg 


1260 


ttcagtttca 


tgaacccttg 


gaccaaggaa 


gtagaatata 


ttgtctcaac 


taacactgtt 


1320 


gttttagcca 


acgtcctgga 


aggcggggac 


ccaaccttcc 


cacagctcac 


agcatccccc 


1380 


cacagcatgg 


acagcatgct 


gccctctgga 


gaaggtggcc 


caaagaggac 


ccaccccact 


1440 


gttccaggga 


ttccaggggg 


aacccgggct 


ggggcaggaa 


aaataggccg 


aatgattgct 


1500 


gaggaaatca 


tggaaatcca 


caggataaga 


gggtcatcgc 


cttctagctg 


tggctccagc 


1560 


ccattgaaca 


tcacgagtac 


gcctccccct 


gatgcctctt 


ctccaggagg 


caagaagatt 


1620 


ttaaatggag 


ggactccaga 


cattccttcc 


agtggcctac 


tatcaggcca 


ggctcaggag 


1680 


aacccaggtt 


atccatattc 


tgatagttct 


tctattcttg 


gtgagaaccc 


ccacataggt 


1740 


atagacatga 


ttgacaacga 


ccaaggatca 


agtagtccca 


gtaatgatga 


ggcagcaatg 


1800 


gctgtcatca 


tgagcctctt 


ggaagcagat 


gctggactgg 


gtggccctgt 


tgactttagt 


1860 


gacttgccat 


ggccgctgta 


a 
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ttgcaggact 


ccactctgaa 


ggaagttaag 


gatcaggtct 


caaacaagca 


agcccagatc 


120 


ctagagccga 


agcctgaacc 


ttctcttgag 


attaagcctg 


agcaggacgg 


tatggagcat 


180 


gttggcagag 


atgacccaaa 


ggctcttggt 


gaagaaccca 


aacaaaggag 


aggcagtgcc 


240 


tctgggagtg 


agcctgctgg 


ggacagtgac 


aggggagggg 


gccccgttga 


gcattatcac 


300 


ctccatctgt 


ctagttgcca 


cgagtgtctg 


gaacttgaga 


acagcaccat 


tgagtcagtc 


360 


aagtttgcgt 


ctgccgagaa 


cattccagac 


cttccctacg 


attatagcag 


cagtttggag 


420 


agtgttgctg 


atgagacctc 


ccccgaaaga 


gaagggagga 


gagtcaacct 


cacgggaaag 


480 


gcacccaaca 


tcctcctcta 


tgtgggctcc 


gactcccagg 


aagccctcgg 


ccggttccac 


540 


gaggtccggt 


ctgtgctggc 


cgactgtgtg 


gacattgaca 


gttatattct 


ctaccacctg 


600 


ctggaggaca 


gtgctctcag 


agacccgtgg 


acggacaact 


gtctgctgtt 


ggtcattgct 


660 


accagggagt 


ccattcccga 


agacctgtac 


cagaagttca 


tggcctatct 


ttctcaggga 


720 


gggaaggtgt 


tgggcctgtc 


ttcatccttc 


acctttggtg 


gctttcaggt 


gacaagcaag 


780 


ggtgcactgc 


acaagacagt 


ccagaacttg 


gttttctcca 


aggctgacca 


gagcgaggtg 


840 


aagctcagcg 


tcttgagcag 


tggctgcagg 


taccaggaag 


gccccgtccg 


gctcagcccc 


900 


ggcaggctcc 


agggccacct 


ggagaatgag 


gacaaggaca 


ggatgattgt 


gcatgtgcct 


960 


tttggaactc 


gcgggggaga 


agctgttctt 


tgccaggtgc 


acttagaact 


acctcccagc 


1020 


tccaacatag 


tgcaaactcc 


agaagatttt 


aacttgctca 


agtcaagcaa 


ttttagaaga 


1080 


tacgaagtcc 


ttagagagat 


tctgacaacc 


cttggcctca 


gctgtgacat 


gaaacaagtt 


1140 


cctgccttaa 


ctcctcttta 


cttgctgtca 


gctgcggagg 


aaatcaggga 


tcctcttatg 


1200 


cagtggcttg 


ggaaacatgt 


ggactccgag 


ggagaaataa 


aatccggcca 


gctctctctt 


1260 


agatttgttt 


catcctacgt 


gtctgaagta 


gaaataaccc 


catcttgtat 


acctgtggtg 


1320 


accaacatgg 


aggccttctc 


atcagaacat 


ttcaacttag 


agatctatcg 


ccaaaatctg 


1380 


cagaccaagc 


agttggggaa 


agtaattttg 


tttgccgaag 


tgacccccac 


aacgatgcgt 


1440 


ctcctggatg 


ggctgatgtt 


tcagacaccg 


caggaaatgg 


gcttaatagt 


gatcgcggcc 


1500 


cggcagaccg 


agggcaaagg 


acggggaggg 


aatgtgtggc 


tgagccctgt 


gggatgtgct 


1560 


ctttctactc 


tgctcatctc 


cattccactg 


agatcccagc 


tgggacagag 


gatcccgttt 


1620 


gtccagcatc 


tgatgtccgt 


ggctgtcgtg 


gaagcagtga 


ggtccattcc 


cgagtatcag 


1680 


gatatcaact 


tacgagtgaa 


gtggcccaac 


gatatttatt 


acagtgacct 


catgaagatc 


1740 



29 



ggcggagttc 


tggttaactc 


aacactcatg 


ggagaaacat 


tttatatact 


tattggctgt 


1800 


ggatttaatg 


tgactaacag 


taaccctacc 


atctgcatca 


acgacctcat 


cacagaatac 


1860 


aataaacaac 


acaaggcaga 


actgaagccc 


ttaagagccg 


attatctcat 


cgccagagtc 


1920 


gtgactgtgc 


tggagaaact 


gatcaaagag 


tttcaggaca 


aagggcccaa 


cagcgtcctt 


1980 


/-» /-i /-* 4- 4-4- ^5 4- +- 

CCCOL LLdLL 






<"T/t4~ r*' /T r** ^ a <r 

y y LUdyi_a.a.y 






\J 1 vj 


ggaccaaagg 


tgtccatcgt 


tggcctggac 


gattctggct 


tcctccaggt 


tcaccaggag 


2100 


ggcggcgagg 


ttgtgactgt 


gcacccggac 


ggcaactcct 


tcgacatgct 


gagaaacctc 


2160 


atcctcccca 


aacggcggta 


a 








2181 



<210> 11 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE AT U RE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA1491(SEQ ID NO: 6) 



<400> 11 

Gin Gly Phe Asp Lys Gin 
1 5 



<210> 12 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA14 91 



<400> 12 

Gin Thr Phe Asp Lys Gin 
1 5 



<210> 13 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 



30 



<221> MISC_FEATURE 

<223> a peptide consisting of sequential 6 amino acid residues which ex 
ists in an amino acid sequence of JNK3 



<400> 13 

Ser Leu Phe Pro Ala Asp 
1 5 



<210> 14 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> a partial peptide of KIAA0596(SEQ ID NO: 3) , which shows high homo 
logy with the peptide of SEQ ID NO: 8 



<400> 14 

Ser Leu Pro Pro Ala Asp 
1 5 



<210> 15 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> a peptide consisting of sequential 6 amino acid residues which ex 
ists in an amino acid sequence of JNK3 



<400> 15 

Lys Val lie Glu Gin Leu 
1 5 



<210> 16 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

< 2 2 1 > MI SC_FEAT URE 

<223> a partial peptide of BMAL1 or BMAL2, which shows high homology wi 
th the peptide of SEQ ID NO: 10 



31 



<400> 16 

Lys Val Lys Glu Gin Leu 
1 5 



<210> 17 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> a peptide consisting of sequential 6 amino acid residues which ex 
ists in an amino acid sequence of JNK3 



<400> 17 

Leu Pro Pro Ser Ser Ser 
1 5 



<210> 18 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> a peptide consisting of sequential 6 amino acid residues which ex 
ists in an amino acid sequence of JNK3 



<400> 18 

Ala Asn Leu Cys Gin Val 
1 5 



<210> 19 

<211> 6 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> MI SC_FEATURE 

<223> a partial peptide of BPL1, which shows high homology with the pep 
tide of SEQ ID NO: 12 



<400> 19 

Leu Pro Pro Ser Ser Asn 
1 5 



32 



<210> 20 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 2 1> MI SC_FEATURE 

<223> a partial peptide of BPL1, which shows high homology with the pep 
tide of SEQ ID NO: 13 



<400> 20 

Ala Val Leu Cys Gin Val 



<210> 21 

<211> 33 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FEAT URE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA14 91(SEQ ID NO: 6) 



<400> 21 

Gin Pro Ser Pro Ser Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro 
1 5 10 15 



Pro Ser Ser Ser Val Asn Asp lie Ser Ser Met Ser Thr Asp Gin Thr 
20 25 30 



Leu 



<210> 22 

<211> 33 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA14 91 



<400> 22 

Gin Ser Ser Ala Thr Phe Ser Thr Ala Ala Thr Ser Val Ser Ser Ser 



33 



1 



5 



10 



15 



Ala Ser Ser Gly Val Ser Leu Ser Ser Ser Met Asn Thr Ala Asn Ser 
20 25 30 



Leu 



<210> 23 

<211> 43 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA1491(SEQ ID NO: 6) 



<400> 23 

Ser Pro Ser Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro Pro Ser 
15 10 15 



Ser Ser Val Asn Asp lie Ser Ser Met Ser Thr Asp Gin Thr Leu Ala 
20 ^ 25 30 



Ser Asp Thr Asp Ser Ser Leu Glu Ala Ser Ala 
35 40 



<210> 24 

<211> 43 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 2 1 > MI SC_FEATURE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA1491 



<400> 24 

Ala Ala Thr Ser Val Ser Ser Ser Ala Ser Ser Gly Val Ser Leu Ser 
15 10 15 



Ser Ser Met Asn Thr Ala Asn Ser Leu Cys Leu Gly Gly Thr Pro Ala 
20 25 30 



34 



Ser Ala Ser Ser Ser Ser Ser Arg Ala Ala Pro 
35 40 



<210> 25 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> Partial sequence identical in the sequences of JNK3 and KIAA1491( 
SEQ ID NO: 6) 



<400> 25 

Phe Asp Lys Gin 
1 



<210> 26 

<211> 14 

<212> PRT 

<213> Homo sapiens 

<220> 

< 2 2 1 > MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA1491(SEQ ID NO: 6) 



<400> 26 

His Ser Ala Gly lie lie His Arg Asp Leu Lys Pro Ser Asn 
15 10 



<210> 27 

<211> 14 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE AT URE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA14 91 



<400> 27 

His Pro Thr Thr Thr Thr Ser Trp Asp Leu Lys Pro Pro Thr 
15 10 



<210> 28 
<211> 4 



35 



<212> PRT 

<213> Homo sapiens 



<220> 

<221> MI SC_FEATURE 

<223> Partial sequence identical in the sequences of JNK3 and KIAA14 91( 
SEQ ID NO: 6) 



<400> 28 



Asp Leu Lys Pro 
1 



<210> 29 

<211> 30 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> MI SC__ FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA1491(SEQ ID NO: 6) 



<400> 29 

Pro Ser Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro Pro Ser Ser 
1 5 10 15 



Ser Val Asn Asp lie Ser Ser Met Ser Thr Asp Gin Thr Leu 
20 25 30 



<210> 30 

<211> 29 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 2 1 > MI SC_FEATURE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA1491 



<400> 30 

Pro Tyr Gin Ser Pro Val Ser Ser Ser Glu Ser Ala Pro Gly Thr lie 
15 10 15 



Met Asn Gly His Gly Gly Gly Arg Ser Gin Gin Thr Leu 
20 25 



36 



<210> 31 

<211> 4 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 2 1 > MI SC_FEATURE 

<223> Partial sequence identical in the sequences of JNK3 and KIAA14 91( 
SEQ ID NO: 6) 



<400> 31 

Ser Ser Glu Ser 
1 



<210> 32 

<211> 33 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE AT U RE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA1491(SEQ ID NO: 6) 



<400> 32 

Ser Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro Pro Ser Ser Ser 
15 10 15 



Val Asn Asp lie Ser Ser Met Ser Thr Asp Gin Thr Leu Ala Ser Asp 
20 25 * 30 



Thr 



<210> 33 

<211> 33 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC__FEATURE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA14 91 



<400> 33 

Thr Gly Asp Leu Thr Ser Ser Pro Leu Ser Gin Leu Ser Ser Ser Leu 
15 10 15 



37 



Ser Ser His Gin Ser Ser Leu Ser Ala His Ala Ala Leu Ser Ser Ser 
20 25 30 



Thr 



<210> 34 

<211> 44 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE AT URE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA1491(SEQ ID NO: 6) 



<400> 34 

Pro Ser Pro Ser Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro Pro 
1 5 10 15 



Ser Ser Ser Val Asn Asp lie Ser Ser Met' Ser Thr Asp Gin Thr Leu 
20 25 30 



Ala Ser Asp Thr Asp Ser Ser Leu Glu Ala Ser Ala 
35 40 



<210> 35 

<211> 45 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> Partial oligopeptide of KIAA1491(SEQ ID NO: 6) showing high score 
in the local alignment between JNK3 and KIAA14 91 



<400> 35 

Ser Ser Pro Leu Ser Gin Leu Ser Ser Ser Leu Ser Ser His Gin Ser 
15 10 15 



Ser Leu Ser Ala His Ala Ala Leu Ser Ser Ser Thr Ser His Thr His 
20 25 30 



38 



Ala Ser Val Glu Ser Ala Ser Ser His Gin Ser Ser Ala 
35 40 45 



<210> 36 

<211> 31 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA05 96(SEQ ID NO: 3) 



<400> 36 

Gin Pro Ser Pro Ser Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro 
15 10 15 



Pro Ser Ser Ser Val Asn Asp lie Ser Ser Met Ser Thr Asp Gin 
20 ~ 25 30 



<210> 37 

<211> 31 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE AT URE 

<223> Partial oligopeptide of KIAA0596(SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA0596 



<400> 37 

Gin Pro Pro Pro Pro Glu Lys Thr Pro Asn Pro Met Glu Cys Thr Lys 
1 5 10 15 



Pro Gly Ala Ala Leu Ser Gin Asp Ser Ala Val Ser Leu Glu Gin 
20 25 30 



<210> 38 

<211> 9 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA0596 ( SEQ' ID NO:3) 



39 



<400> 38 



Phe Thr Pro Gin Lys Thr Leu Glu Glu 
1 5 



<210> 39 

<211> 9 

<212> PRT 

<213> Homo sapiens 



<220> 
<221> 
<223> 



MI SC_FEATURE 

Partial oligopeptide of KIAA0596(SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA0596 



<400> 39 



Tyr Ser Leu Gin Gin Thr Leu Asp Glu 



<210> 40 

<211> 20 

<212> PRT 

<213> Homo sapiens 



<220> 
<221> 
<223> 



MI SC_FEATURE 

Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA0596(SEQ ID NO: 3) 



<400> 40 

Ser Asp Cys Thr Leu Lys lie Leu Asp Phe Gly Leu Ala Arg Thr Ala 
1 * ~ 5 10 15 



Gly Thr Ser Phe 
20 



<210> 41 

<211> 20 

<212> PRT 

<213> Homo sapiens 



<220> 
<221> 
<223> 



MIS C_FE AT URE 

Partial oligopeptide of KIAA0596(SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA0596 



<400> 41 



40 



Ser Asp Lys 
1 



Asn Leu Ser lie Phe Asp Phe Ser Ser Gly Glu Cys Val 
5 10 15 



Ala Thr Met Phe 
20 



<210> 42 

<211> 15 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA0596(SEQ ID NO: 3) 



<400> 42 

Lys Leu Lys Ala Ser Gin Ala Arg Asp Leu Leu Ser Lys Met Leu 
15 10 15 



<210> 43 

<211> 15 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> Partial oligopeptide of KIAA0596(SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA0596 



<400> 43 

Lys Leu Leu Ala Ser Ala Ser Arg Asp Arg Leu lie His Val Leu 
15 10 15 



<210> 44 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FEAT URE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA0596(SEQ ID NO: 3) 



<400> 44 

Ser Leu Phe Pro Ala Asp Ser Glu His Asn Lys Leu Lys Ala Ser Gin 



41 



1 



5 



10 



15 



Ala Arg Asp Leu Leu Ser Lys 
20 



<210> 45 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 2 1 > MI SC_FEATURE 

<223> Partial oligopeptide of KIAA0596(SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA0596 



<400> 45 

Ser Leu Val Pro Gin Glu Arg His Glu Ala Ser Leu Gin Ala Pro Ser 
15 10 15 



Pro Gly Ala Leu Leu Ser Arg 
20 



<210> 46 

<211> 17 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA0596(SEQ ID NO: 3) 



<400> 46 

He Glu Glu Trp Lys Glu Leu He Tyr Lys Glu Val Met Asn Ser Glu 
15 10 15 



Glu 



<210> 47 

<211> 18 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MISC FEATURE 



42 



<223> Partial oligopeptide of KIAA0596 (SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA0596 



<400> 47 

Leu Asp Lys Trp Val Glu Leu Arg Val Tyr Pro Glu Val Lys Asp Ser 
15 10 15 



Asn Gin 



<210> 48 

<211> 14 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and KIAA0596(SEQ ID NO: 3) 



<400> 48 

Ser Ser Met Ser Thr Asp Gin 
1 5 



Thr Leu Ala Ser Asp Thr Asp 
10 



<210> 49 

<211> 14 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> MIS C_FE AT URE 

<223> Partial oligopeptide of KIAA0596(SEQ ID NO: 3) showing high score 
in the local alignment between JNK3 and KIAA05 96 



<400> 49 

Ser Met Leu Ser Pro Gly Pro Ala Leu Ser Ser Asp Ser Asp 
1 5 10 



<210> 50 

<211> 23 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL1 



43 



<400> 50 



Ser Lys Ser 
1 



Lys Val Asp Asn Gin Phe Tyr Ser Val Glu Val Gly Asp 
5 10 15 



Ser Thr Phe 



Thr Val Leu Lys 
20 



<210> 51 

<211> 23 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of BMAL1 showing high score in the local ali 
gnment between JNK3 and BMAL1 



<400> 51 

Thr Arg Glu Lys lie Thr Thr Asn Cys Tyr Lys Phe Lys lie Lys Asp 
1 " 5 10 15 



Gly Ser Phe lie Thr Leu Arg 



<210> 52 

<211> 14 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL1 



<400> 52 

Val Gly Asp Ser Thr Phe Thr Val Leu Lys Arg Tyr Gin Asn 
15 10 



<210> 


53 


<211> 


14 


<212> 


PRT 


<213> 


homo 


<220> 




<221> 


misc 



sapiens 
feature 



20 



44 



<223> Partial oligopeptide of BMAL1 showing high score in the local ali 
gnment between JNK3 and BMAL1 



<400> 53 



Val Ser Glu Ser Val Phe Lys lie Leu Asn Tyr Ser Gin Asn 
1 5 10 



<210> 54 

<211> 10 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL1 



<400> 54 

Glu Gin Leu Gly Thr Pro Cys Pro Glu Phe 
15 10 



<210> 55 

<211> 10 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of BMAL1 showing high score in the local ali 
gnment between JNK3 and BMAL1 



<400> 55 

Glu Leu Leu Gly Thr Ser Cys Tyr Glu Tyr 
1 5 10 



<210> 56 

<211> 22 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL1 



<400> 56 



45 



Ser Ser Met Ser Thr Asp Gin Thr Leu Ala Ser Asp Thr Asp Ser Ser 
15 10 15 



Leu Glu Ala Ser Ala Gly 
20 



<210> 57 

<211> 22 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of BMAL1 showing high score in the local al 
gnment between JNK3 and BMAL1 



<400> 57 

Ser Ser Pro Ser Asn Asp Glu Ala Ala Met Ala Val lie Met Ser Leu 
15 10 15 



Leu Glu Ala Asp Ala Gly 
20 



<210> 58 

<211> 10 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of JNK3 showing high score in the local ali 
nment between JNK3 and BMAL1 



<400> 58 

Ser Asp Cys Thr Leu Lys lie Leu Asp Phe 
1 5 10 



<210> 59 

<211> 10 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of BMAL1 showing high score in the local al 
gnment between JNK3 and BMAL1 



46 



<400> 59 



Ser Glu Ser Val Phe Lys lie Leu Asn Tyr 
15 10 



<210> 60 

<211> 10 

<212> PRT 

<213> homo sapiens 



<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL1 



<400> 60 



Tyr lie Asp Gin Trp Asn Lys Val lie Glu 
15 10 



<210> 61 

<211> 10 

<212> PRT 

<213> homo sapiens 



<220> 

<221> misc_feature 

<223> Partial oligopeptide of BMAL1 showing high score in the local ali 
gnment between JNK3 and BMAL1 



<400> 61 



Phe Met Asn Pro Trp Thr Lys Glu Val Glu 
15 10 



<210> 62 

<211> 11 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL1 



<400> 62 

Val Lys Gly Gin Pro Ser Pro Ser Gly Ala Ala 
15 10 



47 



<210> 63 

<211> 11 

<212> PRT 

<213> homo sapiens 



<220> 

<221> misc_f eature 

<223> Partial oligopeptide of BMAL1 showing high score in the local ali 
gnment between JNK3 and BMAL1 



<400> 63 

Val Lys Glu Gin Leu Ser Ser Ser Asp Thr Ala 
15 10 



<210> 64 

<211> 31 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL2 



<400> 64 

Glu Glu Lys Thr Lys Asn Gly Val Val Lys Gly Gin Pro Ser Pro Ser 
15 10 15 



Gly Ala Ala Val Asn Ser Ser Glu Ser Leu Pro Pro Ser Ser Ser 
20 25 30 



<210> 65 

<211> 31 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of BMAL2 showing high score in the local ali 
gnment between JNK3 and BMAL2 



<400> 65 

Asp Asp Ser Ser Pro Thr Gly Leu Met Lys Asp Thr His Thr Val Asn 
15 10 15 
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Cys Arg Ser Met Ser Asn Lys Glu Leu Phe Pro Pro Ser Pro Ser 
20 25 30 



<210> 66 

<211> 10 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL2 



<400> 66 



Glu Gin Leu Gly Thr Pro Cys Pro Glu Phe 
15 10 



<210> 67 

<211> 10 

<212> PRT 

<213> homo sapiens 



<220> 

<221> misc_feature 

<223> Partial oligopeptide of BMAL2 showing high score in the local ali 
gnment between JNK3 and BMAL2 



<400> 67 



Glu Leu Leu Gly Thr Ser Cys Tyr Glu Tyr 
15 10 



<210> 68 

<211> 23 

<212> PRT 

<213> homo sapiens 



<220> 

<221> misc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL2 



<400> 68 

Ser Lys Ser Lys Val Asp Asn Gin Phe Tyr Ser Val Glu Val Gly Asp 
15 10 15 



Ser Thr Phe Thr Val Leu Lys 
20 
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<210> 69 

<211> 23 

<212> PRT 

<213> homo sapiens 

<220> 

<221> mi sc_f eature 

<223> Partial oligopeptide of BMAL2 showing high score in the local ali 
gnment between JNK3 and BMAL2 



<400> 69 

Ser Lys Glu Lys lie Leu Thr Asp Ser Tyr Lys Phe Arg Ala Lys Asp 
1 5 10 15 



Gly Ser Phe Val Thr Leu Lys 
20 



<210> 70 

<211> 12 

<212> PRT 

<213> homo sapiens 

<220> 

<221> mi sc_f eature 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BMAL2 



<400> 70 



Ser Lys Ser Lys Val Asp Asn Gin Phe Tyr Ser Val 
15 10 



<210> 71 - 

<211> 12 

<212> PRT 

<213> homo sapiens 

<220> 

<221> misc_feature 

<223> Partial oligopeptide of BMAL2 showing high score in the local ali 
gnment between JNK3 and BMAL2 

<400> 71 

Ser Lys' Lys Lys Glu His Arg Lys Phe Tyr Thr lie 
1 5 10 
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<210> 72 

<211> 8 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 72 

Ser Tyr Leu Leu Tyr Gin Met Leu 



<210> 73 

<211> 8 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MIS C_FE AT URE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 73 

Ser Tyr lie Leu Tyr His Leu Leu 



<210> 74 

<211> 8 

<212> PRT 

<213> homo sapiens 

<220> - - - - -• ■ - 

<2 2 1 > MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 74 

Ser Glu Pro Thr Leu Asp Val Lys 
1 5 



<210> 75 

<211> 8 

<212> PRT 

<213> homo sapiens 
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<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 75 

Pro Glu Pro Ser Leu Glu lie Lys 
1 5 



<210> 76 

<211> 14 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 76 

lie His Arg Asp Leu Lys Pro Ser Asn lie Val Val Lys Ser 
15 10 



<210> 77 

<211> 14 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MIS C_FE ATURE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 77 

Val His Leu Glu Leu Pro Pro Ser Ser Asn He Val Gin Thr 
1 5 10 



<210> 78 

<211> 9 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 
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<400> 78 

Gin Lys Thr Leu Glu Glu Phe Gin Asp 
1 5 



<210> 79 

<211> 9 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MIS C_FE AT U RE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 79 

Glu Lys Leu lie Lys Glu Phe Gin Asp 
1 5 



<210> 80 

<211> 4 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MIS C_FE AT U RE 

<223> Partial sequence identical in the sequences of JNK3 and BPL1 



<400> 80 

Glu Phe Gin Asp 
1 



<210> 81 

<211> 12 

<212> PRT 

<213> homo sapiens 



<220> 

<221> MISC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 81 

i 

Asp Ala Asn Leu Cys Gin Val lie Gin Met Glu Leu 
15 10 
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<210> 82 

<211> 11 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 82 

Glu Ala Val Leu Cys Gin Val His Leu Glu Leu 
15 10 



<210> 83 

<211> 4 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial sequence identical 



<400> 83 

Leu Cys Gin Val 



in the sequences of JNK3 and BPL1 



<210> 84 

<211> 7 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MISC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 . 



<400> 84 

Leu Pro Pro Ser Ser Ser Val 
1 5 



<210> 85 

<211> 7 

<212> PRT 

<213> homo sapiens 
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<220> 

< 2 2 1 > MI SC_FEATURE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 85 

Leu Pro Pro Ser Ser Asn lie 



1 




5 


<210> 


86 




<211> 


5 




<212> 


PRT 




<213> 


homo 


sapiens 


<220> 






<221> 


MISC 


FEATURE 


<223> 


Partial sequence identical in 


<400> 


86 




Leu Pro Pro 


Ser Ser 


1 




5 


<210> 


87 




<211> 


15 




<212> 


PRT 




<213> 


homo 


sapiens 


<220> 






<221> 


MISC 


FEATURE 


<223> 


Partial oligopeptide of JNK3 




nment between JNK3 and BPL1 


<400> 


87 




Pro Gin Lys 


Thr Leu Glu Glu Phe Gin 


1 




5 


<210> 


88 




<211> 


15 




<212> 


PRT 




<213> 


homo 


sapiens 


<220> 






<221> 


MISC 


FEATURE 


<223> 


Partial oligopeptide of BPL1 



nment between JNK3 and BPL1 
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<400> 88 

Ser Gin Glu Ala Leu Gly Arg Phe His Glu Val Arg Ser Val Leu 
15 10 15 



<210> 89 

<211> 11 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MI SC_FEATURE 

<223> Partial oligopeptide of JNK3 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 89 

Lys Thr Leu Glu Glu Phe Gin Asp Val Tyr Leu 
15 10 



<210> 90 

<211> 11 

<212> PRT 

<213> homo sapiens 

<220> 

<221> MIS C_FE AT URE 

<223> Partial oligopeptide of BPL1 showing high score in the local alig 
nment between JNK3 and BPL1 



<400> 90 

Arg Ser lie Pro Glu Tyr Gin Asp lie Asn Leu 
1 5 10 



1 
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